The de novo assembly isthe most complex and time consuming yet is squashed into a short amount of time and truncated in order to fit it in (which almost no one managed). Sems somewhat anti-thetical. Perhaps it deserved a whole day or a separate workshop? Whilst I understand the point of using a prokaryotic example and velvet, it has little relevance to those working with eukaryotic genomes.
Nov 28, 2012 6:32 AM 7 Although I found most of the course useful, I would have liked more time to be spent on RNA Seq & De Novo assembly, as they're the most relevent to my work, & the most conceptually difficult to grasp.
Nov 28, 2012 6:32 AM 8 I think the course was structured well and worked through a logical build up to more complex topics. The tutors were excellent and the ratio of tutors to students was great to see. Always some one to help and talk to.
Nov 28, 2012 6:32 AM 9
Overall an excellent workshop that I got a lot out of. Some suggestions: 1) ChIP-seq lecture: not enough focus on the actual bioinformatics (I wanted to hear about differences between peak calling tools), too much emphasis on wet-lab experiments 2) Some figures on slides too small to read/interpret. 3) Could provide extended exercises for people who finish early (especially in ChIP-seq and RNA-seq sections). 4) De novo genome assembly: processes/tasks took too long -spent a considerable time waiting.
Nov 28, 2012 6:31 AM 10 Not nearly enough time left to cover the exercises for the de novo assembly. Otherwise all other topics covered well with enough time.
Nov 28, 2012 6:30 AM 11 ChIP seq we went through it a bit to quickly for complete understanding also not very relevant to my personal work Nov 28, 2012 6:30 AM 12 The de novo stuff was the most interesting to me, yet we spent the least time on it. Giving out the details that were removed from previous courses as advanced exercises would be good, so that those who are interested in this aspect could focus on this would have been great. 1 use of command line in UNIX (learn all the commands and shortcuts) and more indepth and other programs for RNA-seq analysis (and other analyses too possibly)
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